SUPPLEMENTARY TABLES AND FIGURES
. General information about 44 Sphingopyxis genomes used in this work. The number of genes as indicated in GenBank. The number of identified protein clusters was presented as the number of clusters identified by CD-HIT per genome. The number of unique protein clusters was presented as a protein cluster identified only in the analyzed genome. The asterisk symbol (*) indicates that for those genome groups unique clusters were counted as a sum of all groups representatives due to their high genome similarity. Figure S1 . γ-HCH degrading abilities of Sphingopyxis lindanitolerans WS5A3p. (A) Image of WS5A3p colonies grown on MSM solid medium with γ-HCH as a sole carbon source at 23°C for 14 days (colonies indicated by black arrow). The clear zone around the colony is visible. (B) Preliminary results of γ-HCH degradation in a liquid medium. Bacteria grown on MSM solid medium with γ-HCH for 5 days were used to inoculate 10x diluted LB medium with γ-HCH in concentration of 50 mg/L until they reached OD ~ 1. Next bacteria were washed 3 times with MSM liquid medium and resuspended in 50 mL of liquid MSM with γ-HCH in concentration of 50 mg/L. 10 ml of medium was extracted after inoculation (day 0), 3 and 7 days of incubation. Extraction was performed with ethyl acetate and the organic phase was analyzed using GC-MS for γ-HCH concentration. 
